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The Encyclopedia Of DNA Elements Consortium

Goals:

Catalog all functional elements in the genome

* Develop freely available resource for research community
Study human as well as other species

* Project components: data generation, analysis, and repository
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Community Resource

Rapid pre-publication data release
Open access of software tools and analysis pipelines
Ensure high data quality

- Data standards

- Quality control metrics

- Analytical tools

ENCODE Encyclopedia: analysis results
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Publications Using ENCODE Data

~ 550 Consortium publications

~1750 community publications using
ENCODE data:

~725 Human Disease =——-
~770 Basic Biology
~260 Methods/Software

Development

https://www.encodeproject.org
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Advantages of a Consortium

Publicly available datasets, and lots of them!

Integrative analysis of many assays performed on the same cells or
tissues

Uniform data processing and quality control, rich metadata, and
standards
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Summary of ENCODE 3 Data Production



The ENCODE Portal: encodeproject.org

ENCODE Data Encyclopedia Materials & Methods Help

The Epigenomic Roadmap data are also on the ENCODE Portal!

ENCODE: Encyclopedia of DNA Elements

The ENCODE (Encyclopedia of

Hypersensitive Sites

CH DNA Elements) Consortium is an
international collaboration of

| 0 RNA polymerase
research groups funded by the
H,CO ' National Human Genome Research
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Total ENCODE Data
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Biosample

Data Generated During ENCODE Phase 3
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Mouse Embryonic Development
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ENCODE Portal

The ENCODE Encyclopedia
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